Introduction

Anchor loci
This report provides an update to the first Chromosome (Chr) 3 report (Meisler and Seldin 1991) , which should be consulted for descriptions of mutant genes and conserved linkage groups. We have included an expanded locus list with 17 new loci, strain distribution patterns (SDPs) for Chr 3 loci which have been typed in recombinant inbred (RI) lines, chromosome maps derived from three multilocus backcrosses, and primer sequences for 39 polymorphic markers that can be detected by the polymerase chain reaction (PCR).
Locus table and composite map
The approximate positions of Chr 3 loci are presented in the locus list (Table 1) and are graphically represented on the composite map in Fig. 1 . Map positions were calculated by Seldin, using the methods previously described (Meisler and Seldin 1991; Seldin et al. 1991) . Entries that have been added or changed since the previous report are marked with an asterisk. It is important to be aware of the uncertainty associated with these map positions, which are composites based on a large number of measurements. The 95% confidence intervals for the primary data are in most cases greater than 2 cM, and those for the composite data greater than 5 cM. As discussed in the previous report, there may be errors in the indicated gene orders for closely linked loci that have not been mapped in the same cross. More precise information about the confidence of relative map positions between different loci can be obtained from the notes and references cited in Table 1 .
*Chair of Committee for Mouse Chromosome 3
Six loci with well-established locations and readily available probes have been selected as anchors for Chr 3 ( Table 1 ). The order and estimated distances between anchor loci are: centromere-5-Car-2-14-II-2-28-Gba-4-Tshb-3-Amy-l-18-Adh-1. In addition, D3Mitl9 will provide a valuable terminal marker when its apparent location 20 cM distal to Adh-1 ( Fig. 2 ) is confirmed. These anchor loci can be detected either by RFLV or by PCR with the primers described in Table  2 . Inclusion of these loci in future crosses is recommended to facilitate integration of new genetic data with the current map.
Multilocus backcrosses
Reliable information about gene order can be obtained from multilocus backcrosses in which many genes are typed in the same individuals (reviewed in ref. 21a). Chr 3 maps that were generated from three large backcrosses are presented in Fig. 2 . Two of these are interspecific crosses with Mus spretus. Gene order is consistent for loci that were typed in more than one cross, while some variation in distance between pairs of loci is observed in different crosses.
PCR primers for Chr 3 loci
The development of PCR-based assays that detect genetic variation has greatly reduced the time and effort required for genotyping, as well as the amount of genomic DNA required per assay. PCR primers amplify products of different lengths as a result of variation in simple sequence repeat length. Lef-I lymphoid enbancer-binding factor 1 
4q23-q25 66a
Continued on next page $46 The Chr 3 map positions are based at the centromere (25) . Since recombination frequencies may vary depending on the specific cross, composite map positions may distort gene order when loci have not been mapped in an individual backcross. In deriving the composite map, RI strain data was used to determine gene position only as a supplement to backcross data. RI data is included in Fig. 3 
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nondiabetic) and B6.PL (J. Todd, unpublished data).
Idd-3 appears to be a major gene in the development of autoimmune diabetes in mice, second only to the susceptibility determinants encoded by the MHC on Chr i7.
Conserved linkage groups
In addition to the previously described conserved linkage groups on human Chrs 1, 4, and 8, five loci on Table  1 . For genes separated by less than 2 cM, order is not specified on this map. *Loci within the bracket are found within the 2-cM region from 46--48 cM. 
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